Supplementary figure legends
Figure S1. Reference genes chosen based on the results of RefFinder. Figure S2 . Length distribution of transcripts of assembled reference transcriptome (A) and filtered reference transcriptome (FPKM≥1) (B). Figure S3 . Number of transcripts with different FPKM values in the assembled reference transcriptome. Figure S4 . Number of transcripts with FPKM ≥1 of the assembled transcriptome from randomly 20 million, 40 million, 60 million, 80 million, and 100 million reads. 
